2018 2023

Elucidation of breast cancer hormone resistance mechanisms using improved
proteome analysis.

Fujioka, Hiroya
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In this study, an improved proteome analysis was performed using the breast
cancer cell line MCF-7 (parental line) and paclitaxel (PTX). As a result, several proteins were
identified compared to the parental cell line. In particular, the expression of Stathmin protein,
which is involved in mitosis and associated with disease progression, and Pyruvate kinase M1/M2
(PKM1/PKM2), enzymes related to glucose metabolism, were upregulated in the resistant strain, as
were PKM1 and PKM2 This result is consistent with the results of the previous study. These results
suggest that sugar metabolism is enhanced in cancer cells during the acquisition of resistance.
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Table I. Identification of upregulated proteins in MCF-7/PTX cells compared with MCF-7 cells

MCF-7 MCF-7/PTX
WODs} No. Protein name Locusname  Mr(Dap  pl*  Mascotscores  Fold change
150

10 1 Stress-70 protein, mitochondrial GRP75 73920 5.87 233 19

- 2 Sl.rr,ss 70 protein, mitochondrial GRP75 73920 587 240 17

-5 3 nuclear rit in H3 HNRH3 36,960 637 172 17

4 Heat shock cognate 71 kDa protein HSPIC 71,082 537 124 24

<3 5 Heat shock cognate 71 kDa protein HSP7C 71,082 337, 126 25

6 Pyruvate kinase M1/M2 KPYM 58470 796 148 19

-2 T Stathmin STMNI1 17292 576 127 15

“i 8 Peptidyl-prolyl cis-trans isomerase A PPIA 18229 7.68 124 15

9 ATP synthase p-subunit ATPB 56,525 5.26 216 1.7

10 Tropomyosin «-1 chain TPMI1 32,746 4.69 146 18

11 Nucleoside diphosphate kinase A NDKA 17,309 583 122 1.7

10 12 Superoxide dismutase [Cu-Zn] SODC 16,154 53 168 15

13 78 kD glucose-regulated protein GRP78 72402 507 16l 24
Oncol Lett. 2017 Jan;13(1):289-295. “Theortial molsculas mass (Da) e 'l wers baine rom th Swiss Prot database. Maseot sores wers based o0 the combined mass and

spectra from mat d laser 1zation-TOF/TOF identification. pl, isoelectric point; TOF, time of flight.
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